Pantoea agglomerans strain C1 has plant growth-promoting (PGP) traits and exhibits antimicrobial activity. The genome comprises 4.8 Mb, 4,696 proteincoding sequences, and a GϩC content of 55.2%.
and 1,383 (30%) and 975 (20%) PEGs were assigned to an Enzyme Commission (EC) and Gene Ontology (GO) functional category, respectively. Furthermore, a total of 70 tRNA-coding genes and 12 rRNA genes were predicted in the chromosome sequence. Genes potentially involved in the promotion of plant growth were also carefully mined. This analysis allowed the identification of genes for phosphate solubilization and the production of phytohormones, pest/disease-suppressing ␥-aminobutyric acid (GABA), siderophores, organic acids (e.g., gluconic acid), and volatile compounds that influence plant growth and increase plant resistance against pathogens.
Manual analysis revealed that the C1 genome carries cluster operons encoding putative arsenic (As) and copper (Cu) resistance-related proteins, as well as genes for cadmium (Cd) tolerance and oxidative stress response. Furthermore, two distinct large intact prophage regions, named prophage_1 and prophage_2, were examined using the PHAge Search Tool (PHAST) (18) . The prophage_1 region has a size of 39.70 kb, with a GϩC content of 52.51%, and 62.22% similarity to PHAGE_Erwini_ENT90_NC_019932, encompassing 41 out of 45 open reading frames (ORFs) present in the region that matches the phage protein database. The prophage_2 region was 30.1 kb, with a GϩC content of 52.50%, and 55.81% similarity to PHAGE_Salmon_RE_2010_NC_01948, with 32 out of 45 ORFs that match the phage protein database.
Data availability. The genome sequence of P. agglomerans C1 is available under NCBI BioProject accession number PRJNA523737, with Sequence Read Archive (SRA) accession number SRP212904.
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